Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; R factor = 0.048; wR factor = 0.099; data-to-parameter ratio = 20.2.
In the title complex, [AgBr(C 3 H 6 N 2 OS)(C 18 H 15 P) 2 ], the Ag I ion is in a distorted tetrahedral geometry coordinated by two P atoms from two triphenylphosphane ligands, one S atom of an acetylthiourea ligand and one bromide ligand. There are intramolecular N-HÁ Á ÁBr and N-HÁ Á ÁO hydrogen bonds present. In the crystal, pairs of N-HÁ Á ÁS hydrogen bonds involving thiourea groups form inversion dimers. In addition, moleclues pack to give sixfold phenyl embraces with an intermolecular PÁ Á ÁP distance of 6.4586 (17) Å .
Related literature
For the definition of sixfold phenyl embraces, see: Dance & Scudder(2000) . For the synthesis and structure of silver(I) coordination compounds and their potential applications, see: Ferrari et al. (2007) ; Lobana et al. (2008) ; Isab et al. (2010); Nawaz et al. (2011) . For relevant examples of discrete complexes, see: Aslanidis et al. (1997) ; Nomiya et al. (1998) ; Lobana et al. (2008) ; Zhang et al. (2008) .
Experimental
Crystal data [AgBr(C 3 = 72.261 (2) V = 1813.9 (3) Å 3 Z = 2 Mo K radiation = 1.84 mm À1 T = 293 K 0.23 Â 0.11 Â 0.02 mm
Data collection
Bruker SMART CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2003) T min = 0.793, T max = 0.957 25247 measured reflections 8788 independent reflections 6789 reflections with I > 2(I) R int = 0.046 Refinement R[F 2 > 2(F 2 )] = 0.048 wR(F 2 ) = 0.099 S = 1.07 8788 reflections 434 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.86 e Å À3 Á min = À0.47 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 1998) ; cell refinement: SAINT (Bruker, 2003) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: Mercury (Macrae, 2008); software used to prepare material for publication: SHELXL97 and publCIF (Westrip, 2010).
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observed Ag-S distance of 2.8789 (10) Å in (I) is appreciably longer than the mean value of 2.632 (1) Å for [Ag(PPh 3 ) 2 (pytH) 2 ]NO 3 (Aslanidis et al., 1997) . The P1-Ag-P2 angle of 124.52 (3)° approaches close to the average value found in compounds containing an Ag I ion bound to two triphenylphosphanes e.g. in [Ag(1,2,4-L)(PPh 3 ) 2 ] n (HL = triazole) (P2-Ag-P1 = 126.29 (7)°) (Nomiya et al., 1998) and in [(Ph 3 P) 2 AgO 3 SCH 3 ] (P2-Ag-P1 = 132.4 (4)°) (Zhang et al.,2008) . There are intramolecular N2-H···Br and N1-H···O hydrogen bonds present. In the crystal, N and S atoms of the thiourea groups are invovled in forming hydrogen bonded dimers across an inversion center (symmetry code: -x + 1, -y + 1, -z + 1) and sixfold phenyl embraces with an intermolecular P···P distance of 6.4586 (17) Å are arranged in one-dimensional chains (Fig. 2 ).
Experimental
Triphenylphosphane (0.28 g, 1.00 mmol) was dissolved in 30 cm 3 of mixed sovents of acetonitrile and methanol at 343-348 K and then AgBr (0.10 g, 0.50 mmol) was added. The mixture was stirred for 2 h during that time a greenish precipitate was formed. Acetylthiourea (0.13 g, 1.00 mmol) was added and the new reaction mixture was heated under reflux for 5 h where upon the precipitate gradually disappeared. The resulting clear solution was filtered off and left to evaporate at room temperature. The crystalline solids, which were deposited upon standing for several days, were filtered off and dried in vacuo. Analysis found: C 57.58, H 4.09, N 3.27, S 2.37%; calculated for C39H32AgBrN2OP2S: C 56.40, H 4.37, N 3.37, S 3.86%.
Refinement
The H atoms bonded to C atoms were constrained with a riding model of 0.93 Å (aryl H), and U iso (H) = 1.2U eq (C); 0.96 Å(CH 3 ) and U iso (H) = 1.5U eq (C). All H atom bonded to the N atom was located in a difference Fourier map and refined isotropically. 
Computing details
Data collection: SMART (Bruker, 1998) ; cell refinement: SAINT (Bruker, 2003) ; data reduction: SAINT (Bruker, 2003) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: Mercury (Macrae, 2008); software used to prepare material for publication: SHELXL97 (Sheldrick, 2008) and publCIF (Westrip, 2010).
Figure 1
The molecular structure with displacement ellipsoids drawn at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 122.6 (4) C43-C44-H44 120.2 N2-C2-C3 114.5 (3) C44-C45-C46 120.5 (4) C2-C3-H3A 109.5 C44-C45-H45 119.7 C2-C3-H3B 109.5 C46-C45-H45 119.7 H3A-C3-H3B 109.5 C41-C46-C45 120.3 (3) C2-C3-H3C 109.5 C41-C46-H46 119.8 H3A-C3-H3C 109.5 C45-C46-H46 119.8 H3B-C3-H3C 109.5 C56-C51-C52 118.6 (3) C16-C11-C12 118.6 (3) C56-C51-P2 122.6 (2) C16-C11-P1 123.5 (3) C52-C51-P2 118.6 (3) C12-C11-P1 117.5 (3) C51-C52-C53 119.9 (3) C13-C12-C11 120.0 (4) C51-C52-H52 120.1 C13-C12-H12 120.0 C53-C52-H52 120.1 C11-C12-H12 120.0 C54-C53-C52 121.1 (4) C14-C13-C12 120.1 (4) C54-C53-H53 119.4
Figure 2

